Thirty-eight adenovirus serotypes have been recognized up to now (3a, 5, 14) . Of these serotypes, adenovirus type 7 (Ad7) is frequently associated with epidemic outbreaks of severe respiratory illness (reviewed in reference 11). In infants, these infections are particularly severe and may be fatal (2, 11) . Rowe et al. (6) recognized by serological techniques two subtypes of Ad7 (Ad7 and Ad7a). This distinction has been questioned (13) . Distinct entities of viral genomes which are not clearly distinguished by serological methods can be identified by deoxyribonucleic acid (DNA) restriction enzyme analysis. These entities have been designated genome types (9, 11) . Using this technique, we originally differentiated three distinct genome types: Ad7 prototype, Ad7a (the vaccine strain), and Ad7b (10) .
Analysis of 29 isolates recovered in England from 1973 to 1977 revealed that all were of the Ad7b genome type (11 (Fig. 3) .
In Sweden, Ad7 isolates could be traced back to 1964 (Fig. 4) (12) . In addition, the outbreak of respiratory disease in Lower Saxony, West Germany, during 1979 (12) was caused by Ad7 strains, five of which were genome-typed as Ad7b.
The Ad7b genome type was identified (11) as the cause of the severe Ad7 epidemic in Paris during 1956 (2) . This genome type has thus not emerged for the first time. It is therefore possible that the Ad7b and the Ad7c genome types alternate over the decades as the etiological agents of the epidemic outbreaks caused by Ad7.
